In reviewing our recent publication, "Transcription and replication result in distinct epigenetic marks following repression of early gene expression" published 30 July 2013, we noted that there was an error in Figure [3](#F3){ref-type="fig"}. Apparently between the original submission and our review of the proofs we did not notice that the correct Figure [3](#F3){ref-type="fig"} graphic had been replaced by a copy of the graphic in Figure 2B. We regret the error.

![**H3K9me2 is significantly increased during active early transcription in the site I deletion mutant cs1085.** Wild-type and cs1085 SV40 minichromosomes were isolated from appropriately infected cells at 30 min and 8 h post-infection. Isolated minichromosomes were subjected to ChIP analyses with antibodies against H3K9me1, H3K9me2, and H3K9me3, and the percentage of input minichromosomes containing each form of methylated H3 determined by real-time PCR. The results are displayed as the ratio of the percentage of minichromosomes isolated at 8 h which contain a particular modification divided by the percentage of minichromosomes isolated at 30 min which contain the same modification. Ratios greater than 1 indicate that a modification is increasing during the period from 30 min to 8 h, while a ratio less than 1 indicates that the modification is decreasing during this period of infection. All analyses were performed a minimum of three times using different preparations of SV40 minichromosomes.](fgene-04-00259-g0001){#F3}
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